GCGGCCGCGAATTCGGCACCAGGGGCGCTCTCTCCCGGTGTGGGTACTGCTGTCTGTGGT 
1 + + + + + + 60 

GTGGCTGTGGGACCCGTGAGCAAGCAGCGACGCCAGCGGCGGAGAACCGACGAAAGGTGT 



CACCACAGTGATGGCAGTGGAG GACAGCACGCTGCAAGTAGTGGTACGGGTGCGGCCCCC 
MetAlaValGluAspSerThrLeuGlnValValValArgValArgProPr 



CACCCCTCGGGAGCTGGACAGTCAGCGGCGGCCAGTGGTTCAGGTGGTGGACGAGCGGGT 
oThrProArgGluLeuAspSerGlnArgArgProValValGlnValValAspGluArgVa 

GCTGGTGTTTAACCCTGAGGAGCCCGATGGAGGGTTCCCTGGCCTGAAATGGGGTGGCAC 
lLeuValPheAsnProGluGluProAspGlyGlyPheProGlyLeuLysTrpGlyGlyTh 

CCATGATGGCCCCAAGAAGAAGGGCAAAGACCTGACGTTTGTCTTTGACCGGGTCTTTGG 

301 + + + + + + 360 

rHisAspGlyProLysLysLysGlyLysAspLeuThrPheValPheAspArgValPheGl 

CGAGGCGGCCACCCAACAGGACGTGTTCCAGCACACCACGCACAGCGTCCTGGACAGCTT 

361 + + + + + -l- 420 

yGluAlaAlaThrGlnGlnAspValPheGlnHisThrThrHisSerValLeuAspSerPh 

CCTCCAGGGCTACAACTGCTCAGTGTTTGCCTACGGGGCCACCGGGGCTGGGAAGACACA 

421 + -- + + + + + 480 

eLeuGlnGlyTyrAsnCysSerValPheAlaTyrGlyAlaThrGlyAlaGlyLysThrHi 

CACCATGCTGGGAAGGGAGGGGGACCCCGGCATCATGTACCTGACCACCGTGGAACTGTA 
sThrMetLeuGlyArgGluGlyAspProGlylleMetTyrLeuThrThrValGluLeuTy 



CAGGCGCCTGGAGGCCCGCCAGCAGGAGAAGCACTTCGAGGTGCTCATCAGCTACCAGGA 
rArgArgLeuGluAlaArgGlnGlnGluLysHisPheGluValLeuIleSerTyrGlnGl 
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GGTGTATAATGAACAGATCCATGACCTCCTGGAGCCCAAGGGGCCCCTTGCCATCCGCGA 

601 + + + + + + 660 

uValTyrAsnGluGlnlleHisAspLeuLeuGluProLysGlyProLeuAlalleArgGl 



GGACCCCGACAAGGGGGTGGTGGTGCAAGGACTTTCTTTCCACCAGCCAGCCTCAGCCGA 
uAspProAspLysGlyValValValGlnGlyLeuSerPheHisGlnProAlaSerAlaGl 



GCAGCTGCTGGAGATACTGACCAGGGGGAACCGTAACCGCACGCAGCACCCCACTGATGC 
uGlnLeuLeuGluIleLeuThrArgGlyAsnArgAsnArgThrGlnHisProThrAspAl 



CAACGCGACTTCCTCCCGCTCCCATGCCATCTTCCAGATCTTTGTGAAGCAGCAGGACCG 
aAsnAlaThrSerSerArgSerHisAlallePheGlnllePheValLysGlnGlnAspAr 



GGTTCCAGGACTGACCCAGGCTGTCCAGGTGGCCAAGATGAGCCTGATTGACCTGGCTGG 

841 -f + + + + + 900 

gValProGlyLeuThrGlnAlaValGlnValAlaLysMetSerLeuIleAspLeuAlaGl 



CTCAGAGCGGGCATCCAGCACCCATGCGAAGGGGGAGCGGCTGCGGGAGGGGGCCAACAT 

901 + + + + + + 960 

ySerGluArgAlaSerSerThrHisAlaLysGlyGluArgLeuArgGluGlyAlaAsnll 



CAACCGCTCTCTGCTGGCGCTCATCAACGTCCTGAATGCCTTGGCCGATGCAAAGGGCCG 

961 + + + + + + 1020 

eAsnArgSerLeuLeuAlaLeuIleAsnValLeuAsnAlaLeuAlaAspAlaLysGlyAr 



CAAGACCCATGTGCCCTACCGGGACAGCAAACTGACCCGCCTGCTCAAAGACTCCCTCGG 

1021 + + ■ — + + + + 1080 

gLysThrHisValProTyrArgAspSerLysLeuThrArgLeuLeuLysAspSerLeuGl 



GGGCAACTGCCGCACAGTGATGATCGCTGCCATCAGCCCCTCCAGCCTGACCTACGAGGA 

1081 + + + + + + 1120 

yGlyAsnCysArgThrValMetlleAlaAlalleSerProSerSerLeuThrTyrGluAs 



CACGTACAACACCCTCAAATATGCCGACCGGGCCAAGGAGATCAGGCTCTCGCTGAAGAG 

1141 + + + + + + 1200 

pThrTyrAsnThrLeuLysTyrAlaAspArgAlaLysGluIleArgLeuSerLeuLysSe 



CAATGTGACCAGCCTGGACTGTCACATCAGCCAGTATGCTACCATCTGCCAACAGCTCCA 

1201 + + + + + + 1260 

rAsnValThrSerLeuAspCysHisIleSerGlnTyrAlaThrlleCysGlnGlnLeuGl 
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GGCTGAGGTAGCCGCTCTGAGGAAGAAGCTCCAAGTGTATGAGGGGGGAGGCCAGCCCCC 

1261 + + + + + + 1320 

nAlaGluValAlaAlaLeuArgLysLysLeuGlnValTyrGluGlyGlyGlyGlnProPr 



ACCACAGGACCTCCCAGGATCTCCCAAGTCGGGACCACCACCAGAACACCTTCCCAGCTC 

1321 + + + + + + 1380 

oProGlnAspLeuProGlySerProLysSerGlyProProProGluHisLeuProSerSe 



CCCCTTGCCACCCCACCCTCCCAGCCAGCCCTGCACCCCAGAGCTCCCTGCAGGGCCTAG 

1381 + + + + + + 1440 

rProLeuProProHisProProSerGlnProCysThrProGluLeuProAlaGlyProAr 



AGCCCTTCAAGAGGAGAGTCTGGGGATGGAGGCCCAGGTGGAGAGGGCCATGGAAGGGAA 

1441 + + + + + + 1500 

gAlaLeuGlnGluGluSerLeuGlyMetGluAlaGlnValGluArgAlaMetGluGlyAs 



CTCTTCAGACCAGGAGCAGTCCCCAGAGGATGAGGATGAAGGCCCAGCTGAGGAGGTTCC 

1501 + + + + + + 1560 

nSerSerAspGlnGluGlnSerProGluAspGluAspGluGlyProAlaGluGluValPr 



AACCCAGATGCCAGAGCAGAACCCCACACATGCACTGCCAGAGTCCCCTCGCCTGACCCT 

1561 + + + + + + 1620 

oThrGlnMetProGluGlnAsnProThrHisAlaLeuProGluSerProArgLeuThrLe 



GCAGCCCAAGCCAGTCGTGGGCCACTTCTCAGCACGGGAACTGGATGGGGACCGTTCTAA 

1621 + + + + + + 1680 

uGlnProLysProValValGlyHisPheSerAlaArgGluLeuAspGlyAspArgSerLy 



GCAGTTGGCCCTAAAGGTGCTGTGCGTTGCCCAGCGGCAGTACTCCCTGCTCCAAGCAGC 

1681 + + + + + + 1740 

sGlnLeuAlaLeuLysValLeuCysValAlaGlnArgGlnTyrSerLeuLeuGlnAlaAl 



CAACCTCCTGACGCCCGACATGATCACAGAGTTTGAGACCCTACAGCAGCTGGTGCAAGA 

1741 + + + + + + 1800 

aAsnLeuLeuThrProAspMetlleThrGluPheGluThrLeuGlnGlnLeuValGlnGl 



GGAAAAAATTGAGCCTGGGGCAGAGGCCTTGAGGACTTCAGGCCTGGCCAGGGGGGCACC 

1801 + + + + + + 1860 

uGluLysIleGluProGlyAlaGluAlaLeuArgThrSerGlyLeuAlaArgGlyAlaPr 



TCTGGCTCAGGAGCTGTGTTCAGAGTCAATCCCTGTGCCGTCTCCTCTCTGCCCAGAGCC 

1861 + + + + + + 1920 

oLeuAlaGlnGluLeuCysSerGluSerlleProValProSerProLeuCysProGluPr 
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TCCAGGATACACTGGCCCTGTGACCCGGACTATGGCGAGGCGACTGAGTGGCCCCCTGCA 

1921 + + + + + + 1980 

oProGlyTyrThrGlyProValThrArgThrMetAlaArgArgLeuSerGlyProLeuHi 

CACCCTGGGAATCCCGCCTGGACCCAACTGCACCCCAGCCCAGGGGTCCCGATGGCCCAT 

1981 + + + + + + 2040 

sThrLeuGlylleProProGlyProAsnCysThrProAlaGlnGlySerArgTrpProMe 



GGAGAAGAAGAGGAGGAGACCAAGCGCCTTGGAGGCAGACAGTCCCATGGCCTCAAAGCG 

2041 + + + + + + 2100 

tGluLysLysArgArgArgProSerAlaLeuGluAlaAspSerProMetAlaSerLysAr 



GGGCACCAAGCGCCAGCGCCAGTCCTTCCTGCCCTGCCTAAGGAGAGGGTCTCTGCCTGA 

2101 + + + + + + 2160 

gGlyThrLysArgGlnArgGlnSerPheLeuProCysLeuArgArgGlySerLeuProAs 



CACCCAACCTTCACAGGGGCCCAGCACCCCCAAAGGAGAAAGGGCCTCCTCCCCCTGCCA 

2161 + + + + + + 2220 

pThrGlnProSerGlnGlyProSerThrProLysGlyGluArgAlaSerSerProCysHi 



TTCCCCTCGCGTTTGCCCAGCCACAGTCATCAAAAGCCGGGTGCCCCTGGGCCCTTCCGC 

2221 + + + + + + 2280 

sSerProArgValCysProAlaThrVallleLysSerArgValProLeuGlyProSerAl 



CATGCAGAACTGCTCCACCCCGCTGGCTCTGCCCACTCGAGACCTCAATGCCACCTTTGA 

2281 + + + + + + 2340 

aMetGlnAsnCysSerThrProLeuAlaLeuProThrArgAspLeuAsnAlaThrPheAs 



TCTCTCTGAGGAGCCTCCCTCAAAGCCCAGTTTCCATGAATGCATTGGCTGGGACAAAAT 

2341 + + + + + + 2400 

pLeuSerGluGluProProSerLysProSerPheHisGluCysIleGlyTrpAspLysIl 



ACCCCAGGAGCTGAGCAGGCTGGACCAGCCCTTCATCCCCAGGGCACCTGTGCCCCTGTT 

2401 + + + + + + 2460 

eProGlnGluLeuSerArgLeuAspGlnProPhelleProArgAlaProValProLeuPh 



CACCATGAAGGGCCCCAAGCCAACATCTTCCCTCCCTGGGACCTCTGCCTGCAAGAAG7VA 

2461 + + + + + + 2520 

eThrMetLysGlyProLysProThrSerSerLeuProGlyThrSerAlaCysLysLysLy 



GCGCGTTGCGAGTTCCTCAGTCTCCCATGGCCGCAGCCGCATCGCCCGCCTCCCCAGCAG 

2521 + + + + + + 2580 

sArgValAlaSerSerSerValSerHisGlyArgSerArglleAlaArgLeuProSerSe 
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CACTTTGAAGAGGCCAGCTGGGCCCCTTGTACTCCCAGAGCTGCCCTTGAGTCCCCTGTG 

2581 -I- + + + + + 2640 

rThrLeuLysArgProAlaGlyProLeuValLeuProGluLeuProLeuSerProLeuCy 



CCCTAGCAACCGGAGGAATGGAAAGGACCTCATCAGGGTGGGGAGAGCGCTCTCAGCAGG 

2641 + + + + + + 2700 

sProSerAsnArgArgAsnGlyLysAspLeuIleArgValGlyArgAlaLeuSerAlaGl 

GAACGGCGTCACCAAGGTGTCCTGACCGCCAGAATGTCCTGACCACCAAGGTGTCCTAAC 

2701 + + + + + + 2760 

yAsnGlyValThrLysValSer 



CTACCGGCCCCTCTGCTGGATACCCCTCTTGGACCTGTAGCCACCTGCACCAGGAGCTGG 



ACCTGCCTTCCTTACCTGGGAGCAATTAGTGCCAACACACCTTTGCTGTATTAACATCCC 
2821 + + + + + + 2880 



TCCCCAGACATCCATCCTGCTACTCACCCTCTGTTAATCTCCTGTTACACTCAGCTTCTT 
2881 + - + + + + + 2940 



GGCATGTACATATTCATTTGTGAGTGTTAATGTGCTGCTGTTTTTTGTTTTTTGGTGGTT 
2941 + + + + + + 3000 



TTTGTTTTTTGTTTTTTTTGTTTTGAGATGGAGTCTTACTCTGTCGCCCAGGCTGGAGTG 
3001 + + + + + + 3060 



CAGTGGTACGATCTTGGCTCACTGCAACCTCCGCCTCCTGGGTTCAAGTAATTCTCCTGC 
3061 + + + + + + 3120 



CTCAGCTTTCCAAGTAGCTGGGATTACAGGCACCCATCACCACACCCAGCTAATTTTCGT 
3121 + -f + + + + 3180 



CTTTTTAATAGAGAGGGGGTTTTTCCATGTTGGCCAGGCTGGTCTTGAACTCCTGACCTC 
3181 + + + + + + 3240 



AGGTGATCCGCCTGCCTCAGCTTCCCAAAGTGCTGAGATTACAGGCATGAGCTACCACGC 
3241 + + + + + + 3300 



CTGGCCCGTGTTGCTGTTTTAAAGGTGCTGCCATGTTCCCCCATCTTTTTTTTTTTTGAG 
3301 + + + + + + 3360 
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ATGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGTGGCGATCTTGGCTCACTGCA 
3361 + + + + + + 3420 

AGCTCCGCCTCCCAGGTTCACACCATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACTA 
3421 + + + + + + 3480 

CAGGCGCCCACCACCACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGATGGGGTTTCAC 
3481 + + + + + + 3540 

CGTGTTAGCCAGGCTGGTCTCGATCTGACCTCATGATCCACCCGCCTCGGCCTCCCAAAG 
3541 + + + + + + 3 600 

TGCTGGGATTACAGGCGTGAGCCACTGCGCCCGGCCTCCCCTCTCATTTATGATGCCCTC 
3601 + + + + + + 3660 

TGTGCAGGCAGACGGCTCTTGGGCTCTTTTCCCCACCTGTCTCTAACACAGGCCCCACGG 
3661 + + + + + + 3720 

TGATGGCCACAGGCAGTAGAGGAGGAATGAGGATGGGTTGGGGAGCGGGGAGTCGCGGCT 
3721 + + + + + + 3780 

TGGCTCTTCCTGGTTTCTGAGAGGGACATCTTCATCCCTACTCCCCTTGGTCCCCAACCA 
3781 + + + + + + 3840 

CAGTCCTGGTGAAGATGTGGATGATAATGGTGCCTTGATTTCCAAATGAAGACAGCTTTA 
3841 + + + + + + 3900 

TTGCTTAACTCTATTGTACATAGGATACACGTTCAGTGTAAAATAAAGTGTAAAGGGGAA 
3901 + + + + + + 3960 

TTCAGGCTTAATGCTGCACCTAGATATAAATGCTAATGATACTTGGGTTTATAGCCTTCT 
3961 + + + + + + 4020 

GATCCTTTATTTCTGCATATATATATAGATATATACATATATTTTTGGTATAACAATAAA 
4021 + + + + + + 4080 

CCGTCTCCATCCTTGGGAAAAAAAAAAA 
4081 + + 4108 
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MAVEDSTLQVVVRVRPPTPRELDSQRRPVVQVVDERVLVFNPEEPDGGFPGLKWGGT 
HDGPKKKGKDLTFVFDRVFGEAATQQDVFQHTTHSVLDSFLQGYNCSVFAYGATGAG 
KTHTMLGREGDPGIMYLTTVELYRRLEARQQEKHFEVLISYQEVYNEQIHDLLEPKG 

PLAIREDPDKGVVVQGLSFHQPASAEQLLEILTRGNRNRTQHPTDANATSSRSHAIF 
QI FVKQQDRVPGLTQAVQVAKMSLI DLAGSERASSTHAKGERLREGANINRSLLALI 
NVLNALADAKGRKTHVPYRDSKLTRLLKDSLGGNCRTVMIAAISPSSLTYEDTYNTL 
K YADRAKE I RL |KGNSKLEGKPI PNPLLGLDSTRTGHHHHhIT 
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ATGGCAGTGGAGGACAGCACGCTGCAAGTAGTGGTACGGGTGCGGCCCCCCACCCCT 
CGGGAGCTGGACAGTCAGCGGCGGCCAGTGGTTCAGGTGGTGGACGAGCGGGTGCTG 
GTGTTTAACCCTGAGGAGCCCGATGGAGGGTTCCCTGGCCTGAAATGGGGTGGCACC 

CATGATGGCCCCAAGAAGAAGGGCAAAGACCTGACGTTTGTCTTTGACCGGGTCTTT 
GGCGAGGCGGCCACCCAACAGGACGTGTTCCAGCACACCACGCACAGCGTCCTGGAC 
AGCTTCCTCCAGGGCTACAACTGCTCAGTGTTTGCCTACGGGGCCACCGGGGCTGGG 
AAGACACACACCATGCTGGGAAGGGAGGGGGACCCCGGCATCATGTACCTGACCACC 
GTGGAACTGTACAGGCGCCTGGAGGCCCGCCAGCAGGAGAAGCACTTCGAGGTGCTC 
ATCAGCTACCAGGAGGTGTATAATGAACAGATCCATGACCTCCTGGAGCCCAAGGGG 
CCCCTTGCCATCCGCGAGGACCCCGACAAGGGGGTGGTGGTGCAAGGACTTTCTTTC 
CACCAGCCAGCCTCAGCCGAGCAGCTGCTGGAGATACTGACCAGGGGGAACCGTAAC 

CGCACGCAGCACCCCACTGATGCCAACGCGACTTCCTCCCGCTCCCATGCCATCTTC 
CAGATCTTTGTGAAGCAGCAGGACCGGGTTCCAGGACTGACCCAGGCTGTCCAGGTG 
GCCAAGATGAGCCTGATTGACCTGGCTGGCTCAGAGCGGGCATCCAGCACCCATGCG 
AAGGGGGAGCGGCTGCGGGAGGGGGCCAACATCAACCGCTCTCTGCTGGCGCTCATC 
AACGTCCTCAATGCCTTGGCCGATGCAAAGGGCCGCAAGACCCATGTGCCCTACCGG 

GACAGCAAACTGACCCGCCTGCTCAAAGACTCCCTCGGGGGCAACTGCCGCACAGTG 
ATGATCGCTGCCATCAGCCCCTCCAGCCTGACCTACGAGGACACGTACAACACCCTC 



AAATATGCCGACCGGGCCAAGGAGATCAGGCTCAAGGGCAATTCGAAGCTTGAAGGT 



AAGCCTATCCCTAACCCTCTCCTCGGTCTCGATTCTACGCGTACCGGTCATCATCAC 
CAT C AC CAT T G A 
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